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<210> 1 
<211> 1H2 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse Slo3 (mSlo3) 



<220> 

<221> VARIANT 
<222> (5) 

<223> polymorphic variant £2 Leu -> lie 
<220> 

<221> VARIANT 
<222> (21) 

<223> polymorphic variant #1 He -> Val 
<220> 

<221> VARIANT 
<222> (25) 

<223> polymorphic variant #3 Ala -> Ser 



<400> 1 

Met Ser Gin Thr Leu Leu Asp Ser 
1 5 

Thr Ser Cys Thr He Glu He Gin 
20 

Ala Thr Phe Phe Gly Gly Leu He 
35 40 

Leu Lys Ser Ser Arg Ser Trp Lys 
50 55 



Leu Asn Gin Lys Glu Leu Thr Glu 
10 15 

Ala Ala Phe- lie Leu Ser Ser Leu 
25 30 

He Leu Phe Leu Phe Arg He Ala 
45 

Tyr Val Lys Gly Pro Arg Gly Leu 
60 



1 



Leu Glu Leu Phe Ser Ser Arg Arg lie Glu Ala Asn Pro Leu Arg Lys 
65 70 75 80 

Leu Tvr Phe His Glv Val Phe Arg Gin Arg lie Glu Met Leu Leu Ser 
85 90 95 

Ala Gin Thr Val Vai Gly Gin Val Leu Val He Leu Val Phe Val Leu 
100 105 HO 

Ser He Gly Ser Leu Val He Tyr Phe He Asn Ser Met Asp Pro Val 
H5 120 125 

Arg Arg Cys Ser Ser Tyr Glu As? Lys He Val His Gly Asp Leu Ser 
130 135 140 

Phe Asn Ala Phe Phe Ser Phe Tyr Phe Gly Leu Arg Phe Trp Ala Ala 
145 150 155 160 

Glu Asp Lys He Lys Phe Trp Leu Glu Met Asn Ser He Val Asp He 
165 170 175 

Phe Thr He Pro Pro Thr Phe lie Ser Tyr Tyr Leu Lys Ser Asn Trp 
180 185 190 

Leu Gly Leu Arg Phe Leu Arg Ala Leu Arg Leu Leu Glu Leu Pro Lys 
195 200 205 

He Leu Gin He Leu Gin Val He Lys Thr Ser Asn Ser Val Lys Leu 
210 215 220 

Ser Lvs Leu Leu Ser He Val He Ser Thr Trp Phe Thr Ala Ala Gly 
225 230 235 240 

Phe Leu His Leu Val Glu Asn Ser Gly Asp Pro Trp Leu Asn Gly Arg 
245 250 255 

Asn Ser Gin Thr Met Ser Tyr Phe Glu Ser He Tyr Leu Val Thr Ala 
260 265 270 

Thr Met Ser Thr Val Gly Phe Gly Asp Val Val Ala Lys Thr Ser Leu 
275 280 285 

Glv Arg He Phe He Val Phe Phe Thr Leu Gly Ser Leu He Leu Phe 
290 295 300 

Ala Asn Tyr He Pro Glu Met Val Glu Leu Phe Ser Thr Arg Lys Lys 
305 310 315 320 

Tvr Thr Lys Pro Tyr Glu Ala Val Lys Gly Lys Lys Phe He Val Val 

* 325 330 335 

Cvs Glv Asn He Thr Val Asp Ser Val Thr Ala Phe Leu Arg Asn Phe 

* 340 345 350 

Leu His Trp Lys Ser Gly Glu He Asn He Glu He Val Phe Leu Gly 
355 360 365 

Glu Thr Leu Pro Cys Leu Glu Leu Glu Thr Leu Leu Lys Cys His Thr 
370 375 380 
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Ser Cys Thr Asn Phe Val Cys Gly Thr Ala Leu Lys Phe Giu Asp Leu 

Lvs A-g Val Ala Val Giu Asn Ser Glu Ala Cys Leu lie Leu Ala Asn 
' 405 410 41a 

His °he Cvs Ser Asp Leu His As? Glu Asp Asn Ser Asn lie Met Arg 
' 420 425 430 

Val Leu Ser lie Lys Asn Tyr Tyr Pro Gin Thr Arg Val lie lie Gin 
435 440 445 

11- Leu Gin Ser Gin Asn Lys Val Phe Leu Ser Lys He Pro Asn Trp 
450 455 460 

Asp Trp Ser Ala Gly Asp Asn lie Leu Cys Phe Ala Glu Leu Lys Leu 

Glv Phe He Ala Gin Gly Cys Leu Val Pro Gly Leu Cys Thr Phe Leu 
y 485 490 495 

Thr Thr Leu Phe He Glu Gin Asn Gin Lys Val Phe Pro Lys His Pro 
500 505 510 

Trp Gin Lys His Phe Leu Asn Gly Leu Lys Asn Lys He Leu Thr Gin 
515 520 525 

Arq Leu Ser Asn Asp Phe Val Gly Met Thr Phe Pro Gin Val Ser Arg 
530 535 540 

Leu Cys Phe Val Lys Leu Asn Leu Met Leu He Ala He Gin His Lys 
545 550 555 560 

Pro Phe Phe His Ser Cys Cys Thr Leu He Leu Asn Pro Ser Ser Gin 
565 570 575 

Val Arg Leu Asn Lys Asp Thr Leu Gly Phe Phe He Ala Asp Ser Ser 
580 585 590 

Lvs Ala Val Lys Arg Ala Phe Phe Tyr Cys Ser Asn Cys His Ser Asp 
y 595 600 605 

val Cys Asn Pro Glu Leu He Gly Lys Cys Asn Cys Lys He Lys Ser 
610 615 620 

Arq Gin Gin Leu He Ala Pro Thr He Met Val Met Lys Ser Ser Leu 
53 630 635 640 

Thr Asp Phe Thr Thr Ser Ser His He His Ala Ser Met Ser Thr Glu 
645 650 

He His Thr Cys Phe Ser Arg Glu Gin Pro Ser Leu He Thr He Thr 
660 665 670 

Thr Asn Axg Pro Thr Thr Asn Asp Thr Val Asp Asp Thr Asp Met Leu 
675 680 685 

Asd Ser Ser Gly Met Phe His Trp Cys Arg Ala Met Pro Leu Asp Lys 
690 695 700 
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Va 1 Val L»u Lys Arg Ser Glu Lys Ala Lys His Glu Phe Gin Asn His 
705 " 710 715 720 

11= Val Val Cys Val Phe Gly Asp Ala Gin Cys Thr Leu Val Gly Leu 
725 730 735 

Ar~ Asn Phe Val Met Pro Leu Arg Ala Ser Asn Tyr Thr Arg Gin Glu 
740 745 750 

L»u Lvs Aso lie Val Phe lie Gly Ser Leu Glu Tyr Phe Gin Arg Glu 
" 755 760 765 

Tro Arq Phe Leu Arg Asn Phe Pro Lys He His lie Met Pro Gly Ser 
P 770 775 780 

Ala Leu Tv Met Gly Asp Leu He Ala Val Asn Val Glu Gin Cys Ser 
785 790 795 .800 

Met Cvs Val He Leu Ala Thr Pro Tyr Lys Ala Leu Ser Ser Gin He 
805 810 815 

Leu Val Asp Thr Glu Ala He Met Ala Thr Leu Asn He C-ln Ser Leu 
820 825 830 

Arg He Thr Ser Pro Thr Pro Gly Ser Ser Lys Ser Glu Val Lys Pro 
835 840 845 

Ser Ser Ala Phe Asp Ser Lys Glu Arg Lys Gin Arg Tyr Lys Gin He 
850 855 860 

Pro He Leu Thr Glu Leu Lys Asn Pro Ser Asn He His Phe He Glu 
865 870 875 880 

Gin Met Gly Gly Leu Asp Gly Met Leu Lys Gly Thr Ser Leu His Leu 
885 890 895 

Ser Thr Ser Phe Ser Thr Gly Ala Val Phe Ser Asp Thr Phe Leu Asp 
900 905 910 

Ser Leu Leu Ala Thr Ser Phe Tyr Asn Tyr His Val Val 'Glu Leu Leu 
915 920 925 

Gin Met Leu Val Thr Gly Gly He Ser Ser Glu Met Glu His Tyr Leu 
930 935 940 

Val Lys Glu Lys Pro Tyr Lys Thr Thr Asp Asp Tyr Glu Ala He Lys 
945 950 955 960 

Ser Gly Arg Thr Arg Cys Lys Leu Gly Leu Leu Ser Leu Asp Gin Thr 
965 970 975 

Val Leu Ser Gly He Asn Pro Arg Lys Thr Phe Gly Gin Leu Phe Cys 
980 985 990 

Glv Ser Leu Asp Asn Phe Gly He Leu Cys Val Gly Leu Tyr Arg Met 
995 1000 1005 

He Asp Glu Glu Glu Pro Ser Gin Glu His Lys Arg Phe Val He Thr 
1010 1015 1020 
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Arc Pro Ser Asn Glu Cys His Leu Leu Pro Ser Asp Leu Val Phe Cys 
1025 1030 1035 1040 

Ala He P-o Phe Asn Thr Thr Cys Gly Lys Ser Asp Ser Ser Pro Phe 
1045 1050 105o 

£sn Ph- Ara Leu Lys Thr Thr Leu Gin Thr Arg Arg Arg His Trp Pro 
^1060 1065 1070 

Ara Gly Arg He Ser Ser He Arg Thr Met Pro Thr Ser Pro Thr He 
1075 1080 1085 

Phe Thr Gin Ser Thr Thr Arg Glu Arg Gly Gly Leu Ser Thr Thr Thr 
1090 1095 1100 

Pro Glu Ser He Leu Trp Thr Arg 
1105 IHO 



<210> 2 

<211> 3339 

<212> DNA 

<213> Mus musculus 

<220> 

<223> mouse Slo3 (mSlo3) 
<400> 2 

atgtctcaaa cattgctaga cagtttaaat 
atcgaaatcc aggcagcgtt cattctttcc 
atcttattcc ttttcagaat agccttgaaa 
ccaagaggac tcttggaact attctcatca 
ctttactttc atggagtatt tcgtcagcgc 
gtggggcaag tgttggtgat ccttgtcttt 
ttcatcaatt caatggatcc tgttcgaagg 
ggggatttga gtttcaacgc tttctttagc 
gaagacaaga tcaagttctg gttggagatg 
ccaaccttta tttcttatta tttgaagagt 
ctgcggttgc tcgaactccc taaaatctta 
tcagtgaagc tttccaaact gttgtcaata 
ttccttcacc tggtggaaaa ttctggtgac 
atgtcatact ttgagtctat ttatctggtg 
gacgtggtgg ccaagacatc cctaggacgg 
ttgatactat ttgcaaacta cattccagaa 
tacaccaagc cctacgaagc agtcaaagga 
acagttgaca gtgttactgc tttcctgagg 
aatattgaga tcgtattcct tggagagact 
aagtgccaca catcctgtac caacttcgta 
aagcgagttg cagtggagaa ctcggaggcg 
gacttacatg acgaagacaa ctcaaacatt 
ccacagacca gagtcatcat tcagatactt 
atccccaact gggactggag tgctggagac 
ggatttatcg cccaaggctg cttggtgcca 
attgaacaaa accaaaaggt ttttcctaaa 
ttgaagaaca agattctgac acagcgcctc 
caggtctccc ggctctgctt tgtgaagcta 
cccttctttc acagttgttg cactctgata 
aaggacacct tagggttctt cattgcggac 
tactgttcca actgtcacag cgatgtgtgc 
aaaatcaaga gccgacaaca actcatagca 
accgatttca ccacttcttc acacatccac 



cagaaggagt tgacggaaac gtcatgtaca 60 
tccttggcga 'ctttcttcgg gggactcatc 120 
agctcaagaa gttggaaata cgtcaagggg 180 
cgtagaatcg aggctaatcc tttgaggaaa 240 
atcgaaatgc tgctttctgc acagaccgtc 300 
gtactaagca tcgggtctct tgtgatctat 360 
tgttcttcat atgaagacaa aattgtccat 420 
ttctattttg ggttgaggtt ttgggcagct 480 
aattcaattg tagacatttt taccatcccg 540 
aattggctag gtttgagatt tctaagagct 600 
cagatcctac aagtcatcaa gaccagcaat 660 
gttatcagta cctggttcac ggcagcagga 720 
ccctggctca acggaagaaa ctcacagact 780 
acagcaacaa tgtcaactgt tggctttggg 840 
attttcattg ttttcttcac ccttgggagt 900 
atggtggagc tcttttctac caggaagaaa 960 
aaaaagttca tcgtggtctg tggaaacatc 1020 
aattttctcc actggaagtc cggggaaatc 1080 
ctcccttgct tggaactgga gaccttactg 1140 
tgcggcaccg cactgaagtt cgaggatctg 1200 
tgcctgattc tagccaacca tttctgtagt 1260 
atgagggtgc tctcgatcaa gaactattat 1320 
cagtctcaaa acaaggtttt cctgtcaaaa 1380 
aatatcctct gctttgcaga gctaaagctc 1440 
gggctgtgca cctttctcac gactctgttc 1500 
catccctggc aaaaacattt cttgaatggc 1560 
tctaacgact tcgtggggat gacatttccc 1620 
aatctcatgc tgatcgccat ccaacacaag 1680 
ctaaacccat catcccaagt gaggctgaat 1740 
tcctccaaag ccgtcaaaag ggctttcttt 1800 
aatcctgagc taattggaaa gtgtaactgt 1860 
ccgaccatca tggtgatgaa aagcagcttg 1920 
gcttctatgt caacagaaat tcacacttgt 1980 
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ttttcaagag aacagcctag tttgatcacc 
acagtggatg ataccgacat gctggacagc 
cccttggaca aggtggttct gaaacgaagt 
attgtagtat gcctgtttgg agatgcccaa 
atgcccctga gagccagcaa ctacacccgg 
tctctggagt acttccagag agaatggcga 
atgcctggat ctgcactcta catgggagat 
atgtgcgtca tcttagccac accctacaag 
gaggccatca tggccaccct caacatccag 
tcttcaaagt cagaagtaaa gccatcatct 
tacaaacaga tccccattct cactgaactg 
cagatgggcg gactggatgg aatgctcaaa 
tccaccggtg ctgtcttttc agacaccttc 
aattaccatg tcgtggaatt acttcagatg 
gaacactatt tggttaagga gaagccctat 
tctgggagga cgcggtgtaa gctgggactc 
attaatccaa gaaaaacctt tggacagctg 
ctatgtgtcg gcttataccg tatgattgat 
tttgtgatca ccaggccatc caatgagtgc 
gccatccctt tcaacaccac ctgtggcaaa 
aaaacaactc tacaaacgcg acgacgccat 
accatgccga cgagtcccac gatctttacc 
agcaccacca ctcccgagtc tatcctttgg 




actacaacca acagaccaac gacaaacgac 2040 
agtggcatgt ttcaccggcg cagagcaatg 2100 
gagaaggcaa aacacgagc: tcagaaccac 2160 
tgtaccctgg tggggcttcg gaatttcgtg 2220 
caggagcxga aggacattc" ttttattggg 2280 
tttctccgaa actttcccaa gatacacatt 2340 
ccgattgcag tcaatgtaca gcagtgctct 2400 
gcactgagca gccagattct ggtggacaca 24 60 
tccctgcgga tcaccagtcc tactccaggg 2520 
gcctttgata gtaaagaaag gaagcaaaga 2580 
aagaatccct ccaacatcca ctttattgag 2640 
gggactagct tgcatctcag cacttctttc 2700 
ttggattctc tcctggccac gtccttctac 2760 
ctagtgactg gaggcataag ctctgagatg 2820 
aagacaactg acgactatga ggcaatcaag 2880 
ctctctttag accaaaccgt tctatcaggc 2940 
ttctgtggct cattggataa tttcgggatc 3000 
gaagaggaac ccagccaaga acacaaaagg 3060 
cacctgctgc cctcagatct cgtgttttgt 3120 
tcagacagca gtcctttcaa tttcaggctc 3180 
tggcccaggg gtcgaatttc ttcgattcgc 3240 
cagtcgacga cacgggagag aggtggtctc 3300 
acacgttag 3339 



<210> 3 
<211> 112 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human Slo3-a (hSlo3-a) 



<220> 

<221> MOD_RES 
<222> (29) 
<223> Xaa - any 

<400> 3 

Gly Leu Ala Ala 
1 

Leu He Ser Leu 
20 

Trp Gin He He 
35 

Gly Thr He Ala 
50 

Phe Arg Asp His 
65 

Gin Val Leu Val 



He Tyr Phe He 
100 



amino acid 



Leu He Leu Ser 
5 

Leu He Phe Arg 



Lys Gly Thr Gly 
40 

Arg Ser His Val 
55 

He Glu Met Leu 
70 

He Leu Val Phe 
85 

Asn Ser Ala Asp 



Ser Phe Val Thr 
10 

Leu He Trp Arg 
25 

He He Leu Glu 



Arg Ser Leu His 
60 

Leu Ser Ala Gin 
75 

Val Leu Ser He 
90 

Pro Val Gly Thr 
105 



Leu Phe Ser Gly 
15 

Xaa Val Lys Lys 
30 

Leu Phe Thr Ser 
45 

Phe Gin Gly Gin 



Thr Phe Val Gly 
80 

Gly Ser Leu He 
95 

Leu Phe He ILe 
110 
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<210> 4 
<211> 416 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human Slo3 (hSIo3) 



60 



ggcttggcag cgctcattct ttcctccttt gtgaccctct tcagtggacz catcagcctg 

ttgatcttca ggctgatctg gagayctgtt aaaaaatggc aaatcatcaa gggaacagga 120 

attatcttgg aactgttcac atcaggtacc atcgctagga gccatgtaag aagcctccac 180 

ttccagggac aatttcgtga tcatatagaa atgttgcttt cagcccagac ctttgtgggg 240 

caagtgttgg tgatccttgt ctttgtacta agcattgggt ctcttataat ctatttcatc 300 

aattcwgcrg accctgttgg aacgctgttc atcatatgaa gacaaaacca ttcctattga 360 

tttggttttc aatgctttct ttagtttcta ttttgggttg aggttttggc aaagcc 416 



<210> 5 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlo3 peptide starting with amino acid bb / 
<400> 5 

Met Leu Asp Ser 
1 



<210> 6 
<211> 112 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human Sio3-b (hSlo3-b) 
<220> 

<221> MOD_RES 
<222> (29) 

<223> Xaa = any amino acid 



Glv°Leu Ala Ala Leu lie Leu Ser Ser Phe Val Thr Leu Phe Thr Gly 

I 5 10 15 

Leu lie Ser Leu Leu He Phe Arg Leu He Trp Arg Xaa Val Lys Lys 

20 25 30 

Trp Gin He He Lys Gly Thr Gly He He Leu Glu Leu Phe Thr Ser 
35 40 45 

Glv Thr He Ala Arg Ser His Val Arg Ser Leu His Phe Gin Gly Gin 
50 55 60 

Phe Arg Asp His He Glu Met Leu Leu Ser Ala Gin Thr Phe Val Gly 



65 



70 
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Gin Val Leu Vai He Leu Val Phe Vai Leu Ser lie Gly Ser Leu lie 

85 90 95 

tio t v - *he He Asn Ser Aia Asp Pro Vai Gly Thr Leu Phe lie lie 
~ Y ~ * 100 105 HO 



<210> 7 
<211> 112 
<212> PRT 

<213> Homo sapiens 



<220> 

<223> human Slo3-c (hSL03-c) 
<220> 

<221> MOD_RES 
<222> (29) 

<223> Xaa = any amino acid 



<400> 7 

Gly Leu Ala Ala Leu lie Leu Ser 
1 5 

Leu He Ser Leu Leu He Phe Arg 
20 



Trp Gin He He Lys Gly Thr Gly 
35 40 

Gly Thr He Ala Arg Ser His Val 
50 55 

Phe Arg Asp His He Glu Met Leu 
65 70 

Gin Val Leu Val He Leu Val Phe 
85 



He Tyr Phe He Asn Ser Met Asp 
100 



Ser Phe Val Thr Leu Phe Ser Gly 
10 15 

Leu He Trp Arg Xaa Val Lys Lys 
25 30 

He He Leu Glu Leu Phe Thr Ser 
45 

Arg Ser Leu His Phe Gin Gly Gin 
60 

Leu Ser Ala Gin Thr Phe Val Gly 
75 80 

Val Leu Ser He Gly Ser Leu He 
.90 95 

Pro Val Gly Thr Leu Phe He He 
105 HO 



<210> 8 
<211> 26 
<212> DNA 

<213> Artificial Sequence 



<220> o1 _ 

<223> Description of Artificial Sequence : mSlo3 primer 

<400> 8 26 
ctcgaactcc ctaaaatctt acagat 



<210> 9 
<211> 28 
<212> DNA 

<213> Artificial Sequence 



8 





<220> 

<223> Description o 



f Artificial Seque 




<400> 9 

ttccgrtgag ccaggggrca ccacaatt 



23 



<210> 10 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mSlo3 primer 
<400> 10 

tctgctttgt gaagctaaat ct 



<210> 11 
<211> 23 
<212> DNA 

<213> Artificial Sequence 

<220> o 

<223> Description of Artificial Sequence : mSlo3 primer 

<400> 11 

tttcaaagcc tctttagcgg taa 



<210> 12 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mSlo3 primer 
<400> 12 

ttatgcctgg atctgcactc tacatg 



<210> 13 
<211> 23 
<212> DNA 

<213> Artificial Sequence 

<220> ^ ^ 

<223> Description of Artificial Sequence : mSlo3 primer 

<400> 13 

atagtttccg tctactaccg aaa 



<210> 14 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
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<220> , „ 

<223> Description of Artificial Sequence : r.Sloo primer 

<400> 14 24 
ggcagcgctc attctttccu cctn 



<210> 15 
<211> 24 
<212> DNA 

<213> Artificial Sequence 

<220> , ^ 

<223> Description of Artificial Sequence : hSxo3 P rimer 

<400> 15 

tgcccaaaac ctcaacccaa aata 

<210> 16 
<211> H05 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human Slo3-l (hSlo3-l) 
<220> 

<221> VARIANT 
<222> (6) 

<223> polymorphic variant #2 Leu -> He 
<220> 

<221> VARIANT 
<222> (23) 

<223> polymorphic variant #1 He -> Val 
<220> 

<221> VARIANT 
<222> (25) 

<223> polymorphic variant #3 Ala -> Ser 

Me^Ph^Gln Thr Lys Leu Arg Asn Glu Thr Trp Glu Asp Leu Pro Lys 
1 5 10 15 

Met Ser Cys Thr Thr Glu He Gin Ala Ala Phe He Leu Ser Ser Phe 
20 25 30 

Val Thr Phe Phe Ser Gly Leu He He Leu Leu He Phe Arg Leu He 
35 40 45 

Trp Arg Ser Val Lys Lys Trp Gin He He Lys Gly Thr Gly He He 
50 55 60 

Leu Glu Leu Phe Thr Ser Gly Thr He Ala Arg Ser His Val Arg Ser 



65 



70 75 80 



Leu His Phe Gin Gly Gin Phe Arg Asp His He Glu Met Leu Leu Ser 
85 90 95 
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Ala Gin Thr Phe Vai Gly Gin Vai Leu Val He Leu Val Phe Val Leu 
100 105 11° 

S^r I^e Giv Ser Leu lie He Tyr Phe lie Asn Ser Aia Asp Pro Val 
115 120 125 • 

Gly Ser Cys Ser Ser Tvr Giu Asp Lys Thr lie Pro He Asp Leu Val 
130 135 140 

Phe Asn Ala D he Phe Ser Phe Tyr Phe Gly Leu Arg Phe Met Ala Ala 
145 " 150 155 160 • 

Asp Asp Lys He Lys Phe Trp Leu Glu Met Asn Ser He Val Asp He 
165 170 175 

Phe Thr II* Pt ^o Pro Thr Phe He Ser Tyr Tyr Leu Lys Ser Asn Trp 
180 185 190 

Leu Gly Leu Arg Phe Leu Arg Ala Leu Arg Leu Leu Glu Leu Pro Gin 
195 200 205 

He Leu dn He Leu Arg Ala He Lys Thr Ser Asn Ser Val Lys Phe 
210 215 220 

Ser Lvs Leu Leu Ser He He Leu Ser Thr Trp Phe Thr Ala Ala Gly 
225 230 . 235 240 

Phe He His Leu Val Glu Asn Ser Gly Asp Pro Trp Leu Lys Gly Arg 
245 250 255 

Asn Ser Gin Asn He Ser Tyr Phe Glu Ser He Tyr Leu Val Met Ala 
260 265 270 

Thr Thr Ser Thr Val Gly Phe Gly Asp Val Val Ala Lys Thr Ser Leu 
275 280 285 

Gly Arg Thr Phe He Met Phe Phe Thr Leu Gly Ser Leu He Leu Phe 
290 295 300 

Ala Asn Tyr He Pro Glu Met Val Glu Leu Phe Ala Asn Lys Arg Lys 
305 310 315 320 

Tyr Thr Ser Ser Tyr Glu Ala Leu Lys Gly Lys Lys Phe He Val Val 
325 330 335 

Cvs Gly Asn He Thr Val Asp Ser Val Thr Ala Phe Leu Arg Asn Phe 
340 345 350 

Leu Arg Asp Lys Ser Gly Glu He Asn Thr Glu He Val Phe Leu Gly 
355 360 365 

Glu Thr Pro Pro Ser Leu Glu Leu Glu Thr He Phe Lys Cys Tyr Leu 
370 375 380 

Ala Tvr Thr Thr Phe He Ser Gly Ser Ala Met Lys Trp Glu Asp Leu 
385 Y 390 395 400 

Ara Arq Val Ala Val Glu Ser Ala Glu Ala Cys Leu He He Ala Asn 
* 405 410 415 
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°ro Leu Cys Ser Aso Ser His Ala Giu Asp lie Ser Asn lie Met Arg 
420 ' 425 430 

Vai Leu Ser lie Lys Asn Tyr Asp Ser Thr Thr Arg lie He He Gin 
435 440 445 

lie Leu Gin Ser His Asn Lys Val Tyr Leu Pro Lys He Pro Ser Trp 
450 455 460 

Asn Trp Aso Thr Gly Asd Asn He He Cys Phe Ala Glu Leu Lys Leu 
46 5 " 470 475 480 

Glv p he He Ala Gin Gly Cys Leu Val Pro Gly Leu Cys Thr Phe Leu 
485 490 495 

Thr Ser Leu Phe Val Glu Gin Asn Lys Lys Val Met Pro Lys Gin Thr 
500 505 510 

Trp Lys Lys His Phe Leu Asn Ser Met Lys Asn Lys He Leu Thr Gin 
515 520 525 

Arq Leu Ser Asp Asp Phe Ala Gly Met Ser Phe Pro Glu Val Ala Arg 
. 530 535 540 

Leu Cys Phe Leu Lys Met Tyr Leu Leu Leu He Ala He Glu Tyr Lys 
545 550' 555 560 

Ser Leu Phe Thr Asp Gly Phe Cys Gly Leu He Leu Asn Pro Pro Pro 
565 570 575 

Gin Val Arg He Arg Lys Asn Thr Leu Gly Phe Phe He Ala Glu Thr 
580 585 590 

Pro Lys Aso Val Arg Arg Ala Leu Phe Tyr Cys Ser Val Cys His Asp 
595 600 605 

Asp Val Phe He Pro Glu Leu He Thr Asn Cys Gly Cys Lys Ser Arg 
610 615 620 

Ser Arg Gin His He Thr Val Pro Ser Val Lys Arg Met Lys Lys Cys 
625 630 635 640 

Leu Lvs Gly He Ser Ser Arg He Ser Gly Gin Asp Ser Pro Pro Arg 
645 650 655 

Val Ser Ala Ser Thr Ser Ser He Ser Asn Phe Thr Thr Arg Thr Leu 
660 665 670 

Gin His Asp Val Glu Gin Asp Ser Asp Gin Leu Asp Ser Ser Gly Met 
67 5 680 685 

Phe His Trp Cys Lys Pro Thr Ser Leu Asp Lys Val Thr Leu Lys Arg 
690 695 700 

Thr Gly Lys Ser Lys Tyr Lys Phe Arg Asn His He Val Ala Cys Val 
705 710 715 20 

Phe Gly Asp Ala His Ser Ala Pro Met Gly Leu Arg Asn Phe Val Met 
725 730 735 
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or-o Leu Arg Ala Ser Asa Tyr Thr Arg Lys Giu Leu Lys Asp He Vai 
740 745 750 

Ph- lie Gly Ser Leu Aso Tyr Leu Gin Arg GIu Trp Arg Phe Leu Arg 
755 " " 760 765 

Asn Phe Pro GIp He Tyr He Leu Pro Gly Cys Ala Leu Tyr Ser Gly 
770 775 730 

AsD Leu His Ala Ala Asn He GIu Gin Cys Ser Met Cys Ala Vai Leu 
78 5 790 795 800 

Ser Pro Pro Pro Gin Pro Ser Ser Asn Gin Thr Leu Vai Asp Thr GIu 
805 810 815 

Ala He Met Ala Thr Leu Thr He Gly Ser Leu Gin He Asp Ser Ser 
820 825 830 

Ser Asp Pro Ser Pro Ser Vai Ser GIu GIu Thr Pro Gly Tyr Thr Asn 
835 840 845 

Gly His Asn GIu Lys Ser Asn Cys Arg Lys Vai Pro He Leu Thr GIu 
850 855 860 

Leu Lvs Asn Pro Ser Asn He His Phe He GIu Gin Leu Gly Gly Leu 
865 870 875 880 

GIu Gly Ser Leu Gin GIu Thr Asn Leu His Leu Ser Thr Ala Phe Ser 
885 890 895 

Thr Gly Thr Vai Phe Ser Ser Ser Phe Leu Asp Ser Leu Leu Ala Thr 
900 905 910 

Ala Phe Tyr Asn Tyr His Vai Leu GIu Leu Leu Gin Met Leu Vai Thr 
915 920 925 

Gly Gly Vai Ser Ser Gin Leu GIu Gin His Leu Asp Lys Asp Lys Vai 
930 935 940 

Tvr Gly Vai Ala Asp Ser Cys Thr Ser Leu Leu Ser Gly Arg Asn Arg 
945 950 955 960 

Cvs Lvs Leu Gly Leu Leu Ser Leu His GIu Thr He Leu Ser Asp Vai 
965 970 975 

Asn Pro Arg Asn Thr Phe Gly Gin Leu Phe Cys Gly Ser Leu Asp Leu 
980 985 990 

Phe Gly He Leu Cys Vai Gly Leu Tyr Arg He He Asp GIu GIu GIu 
995 1000 - 1005 

Leu Asn Pro GIu Asn Lys Arg Phe Vai He Thr Arg Pro Ala Asn GIu 
1010 1015 1020 

Phe Lvs Leu Leu Pro Ser Asp Leu Vai Phe Cys Ala He Pro Phe Ser 
10 25 1030 1035 1040 

Thr Ala Cys Tyr Lys Arg Asn GIu GIu Phe Ser Leu Gin Lys Ser Tyr 
1045 1050 1055 
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Glu lie Val Asn Lys Ala Se 



r Gin Thr Thr Glu Asp Thr Phe Arg His 



1060 



1065 



1070 



Lys Leu Ser Se 



1075 



- His Pro Leu lie Gin Leu Leu Arg His Cys He His 



1080 



1035 



Gin Ser lie I 
1090 



t^^ Thr Ser Arc Glu Leu Thr Pro Ser Leu Phe Leu Ser 
1095 1100 



Lys 
1105 



<210> 17 
<211> 3319 
<212> DNA 

<213> Homo sapiens 



<220> 

<223> human Slo3-l (hSlo3-l) 



<400> 17 
atgt.ttcaga 
actgagatcc 
atcctgttga 
acaggaatta 
ctccacttcc 
gtggggcaag 
ttcatcaatt 
attgatttgg 
gatgacaaga 
ccaaccttta 
ttgcgcctgc 
tcagtgaagt 
ttcattcacc 
atatcatatt 
gatgtggtag 
ttgatattat 
tacaccagtt 
actgtggaca 
aacactgaaa 
aaatgctact 
aggcgagttg 
gattcccatg 
tctaccacca 
attcccagct 
ggatttatcg 
gtggagcaaa 
atgaaaaaca 
gaagttgccc 
tccctcttta 
cgtaagaaca 
ttttactgtt 
tgcaaaagca 
ctgaagggaa 
acttcgagca 
gaccagcttg 
actctgaaac 
tttggagatg 
agcaactata 
cagagagaat 



ctaagctacg 
aagcagcatt 
tctrcaggct 
tct"ggaact 
agggacaatt 
tgttggtgat 
ctgctgaccc 
ttttcaatgc 
tcaagttctg 



tttcttatta 
tagaactccc 
tttccaaact 
tggtggaaaa 
ttgagtcaat 
ccaagacatc 
ttgcgaacta 
cmtatgaagc 
gtgtgaccgc 
ttgttttcct 
tggcctacac 
cggtggaatc 
ctgaagatat 
gaatcatcat 
ggaactggga 
cccaaggctg 
acaaaaaggt 
aaattctgac 
ggctctgctt 
cggatggttt 
cattagggtt 
cagtctgtca 
gaagccggca 
tctcctctcg 
tatcaaactt 
atagcagtgg 
gaactggcaa 
cccactcagc 
ccaggaagga 
ggcgatttct 



aaatgaaact 
cattctctct 
gatctggaga 
gttcacatca 
tcgtgatcat 
ccttgtcttt 
tgttggaagc 
tttctttagt 
gctggagatg 
tttgaagagc 
tcaaatcttg 
gctgtcaata 
ttctggtgat 
ttacctggtc 
cttaggacgg 
tatacctgaa 
actcaaagga 
tttcctgagg 
gggagaaacc 
aacgttcatt 
tgcagaggca 
ttccaacatt 
acagatactg 
caccggagac 
tttggtgcca 
tatgcctaaa 
ccaacgtctc 
tctgaagatg 
ctgtggtctg 
ctttattgct 
tgatgatgtg 
gcacatcaca 
tatatcaggg 
caccaccagg 
gatgtttcac 
gtcaaagtat 
cccgatgggg 
gctgaaggac 
ccggaatttt 



tgggaagact 
tcctttgtga 
tctgttaaaa 
ggtaccatcg 
atagaaatgt 
gtactaagca 
tgttcatcat 
ttctattttg 
aattcaatcg 
aattggctag 
caaattctac 
attctcagta 
ccctggctca 
atggcaacaa 
accttcatca 
atggtggaac 
aagaagttta 
aatttcctcc 
cctccttctt 
tctggatctg . 
tgcctgatta 
atgagggtgc 
caatcccata 
aacatcatct 
ggcttgtgta 
cagacctgga 
tctgatgact 
tacctcctgt 
atactaaatc 
gaaactccaa- 
ttcattcctg 
gtgccatcgg 
caggattctc 
actcttcaac 
tggtgcaaac 
aagtttcgga 
cttcggaact 
atagtgttca 
ccccagatat 



tgccaaaaat 
ccttcttcag 
aatggcaaat 
ctaggagcca 
tgctttcagc 
ttgggtctct 
atgaagacaa 
gattgaggtt 
tagacatctt 
gtttaaggtt 
gagccatcaa 
cctggttcac 
aaggtagaaa 
cgtcaaccgt 
tgttcttcac 
tgtttgctaa 
ttgtggtctg 
gcgacaagtc 
tggaacttga 
.caatgaagtg 
tagccaatcc 
tctctatcaa 
acaaggttta 
gctttgctga 
ccttcctaac 
agaaacactt 
ttgctggaat 
tgatagccat 
cacctccaca 
aggacgtcag 
agctaattac 
taaagagaat 
cgccaagggt 
atgatgtaga 
caacctcttt 
accatattgt 
ttgtaatgcc 
ttgggtctct 
acattctgcc 



gtcctgcaca 
tggactcatc 
catcaaggga 
tgtaagaagc 
ccagaccttt 
tataatctat 
aaccattcct 
tatggcagct 
taccatccca 
cctaagagcc 
gaccagtaac 
agctgcggga 
ttcacagaat 
tggatttgga 
actggggagt 
caagaggaaa 
tggaaacatc 
aggagagatc 
aaccatattt 
ggaggatctg 
tttgtgcagt 
gaactatgat 
tctgccaaag 
attaaaactt 
atctctattt 
cttgaatagc 
gagctttcct 
cgaatacaag 
agtgaggata 
aagagccttg 
aaactgtggc 
gaaaaaatgt 
atctgcaagc 
acaagattct 
ggacaaggtg 
agcatgtgta 
cttgagagcc 
ggactatcta 
tggatgtgca 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
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aaqqagactc caggttacac aaatggacat aatgagaaat caaactgccg aaaagnccc: 
atccttactg aactgaaaaa tccttccaac attcacttta ttgaacagc" tggtggactg 2o40 
gaagggtccc tccaagaaac aaatctgcat ctcagcactg ccttttctac gggcactgtt 2700 
ttttccagca gcttcttgga ttctctgctg gccacggcct tccacaatca tcacgtcctg 2760 
gaattgcttc agatgctggt gacaggagga gtaagttctc agctggaaca acatttagat 2320 
aaggataaag tctatggtgt ggcagacagc tgcacgtcgc tcttgtctcg aagaaaccgg 2880 
tgtaagctgg ggcttctgtc cttacacgaa accattttat cagacgttaa tccaagaaac 2940 
acctttggac aactgttctg tggctcatta gatctttttg gaatcctgtg tgttggctta 3000 
taccgaataa ttgatgaaga ggagctcaac ccagaaaaca aaaggtttgr gatcacccgg 3060 
ccagccaatg agttcaagct gctgccttca gatcttgtgt tttgtgccat acccttcagc 3120 
actgcttgtt ataaaaggaa tgaagagttc tcattgcaaa agtcatatca aattgtaaat 3180 
aaagcatcac agacaacaga ggacacattc agacacaaat tgtcctccca cccattgatt 3240 
cagttactga gacattgtat tcaccagtct attcttacca gccgagaacr aactccctct 3300 
cttttcctaa gcaaatagg 3319 

<210> 18 
<211> 1081 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human hSlo3-2 (hSlo3-2) 

<400> 18 , 

Met Phe Gin Thr Lys Leu Arg Asn Glu Thr Trp Glu Asp i.eu Pro Lys 

5 10 15 



1 



Met Ser Cy 



r Cys Thr Thr Glu He Gin Ala Ala Phe He Leu Ser Ser Phe 



20 



25 30 



Val Thr Phe Phe Ser Gly Leu He He Leu Leu He Phe Arg Leu He 
35 40 45 

Trp Arg Ser Val Lys Lys Trp Gin He He Lys Gly Thr Gly He He 



50 



55 60 



Leu Glu Leu Phe Thr Ser Gly Thr He Ala Arg Ser His Val Arg Ser 

65 70 75 80 

Leu His Phe Gin Gly Gin Phe Arg Asp His He Glu Met Leu Leu Ser 

85 90 95 



Ala Gl 



n Thr Phe Val Gly Gin Val Leu Val He Leu Val Phe Val Leu 



100 



105 HO 



Ser He Gly Ser Leu He He Tyr Phe He Asn Ser Ala Asp Pro Val 
115 120 125 

Gly Ser Cys Ser Ser Tyr Glu Asp Lys Thr He Pro He Asp Leu Val 
130 135 140 

Phe Asn Ala Phe Phe Ser Phe Tyr Phe Gly Leu Arg Phe Met Ala Ala 
145 150 155 160 

Asd Asp Lys He Lys Phe Trp Leu Glu Met Asn Ser He Val Asp He 
165 170 175 
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Ph<= Thr He Pro Pro Thr Phe He Ser Tyr Tyr Leu Lys 5er Asn Trp 
180 1S5 120 

Leu Gly Leu Arc Phe Leu Arg Ala Leu Arg Leu Leu Glu Leu Pro Gin 
195 " 200 205 

He Leu Gin lie Leu Arg Ala He Lys Thr Ser Asn Ser Val Lys Phe 
210 215 220 

Se- Lys Leu Leu Ser He He Leu Ser Thr Trp Phe Thr Ala Ala Gly 
225 230 235 240 

Phe He His Leu Val Glu Asn Ser Gly As? Pro Trp Leu Lys Gly Arg 
245 250 255 

Asn Ser Gin Asn He Ser Tyr Phe Glu Ser He Tyr Leu Val Met Ala 
260 265 270 

Thr Th" Ser Thr Val Gly Phe Gly Asp Val Val Ala Lys Thr Ser Leu 
275 280 285 

Gly Arg Thr Phe He Met Phe Phe Thr Leu Gly Ser Leu He Leu Phe 
290 295 300 

Ala Asn Tyr He Pro Glu Met Val Glu Leu Phe Ala Asn Lys Arg Lys 
305 310 315 320 

Tvr Thr Ser Ser Tyr Glu Ala Leu Lys Gly Lys Lys Phe He Val Val 
325 330 335 

Cvs Gly Asn He Thr Val Asp Ser Val Thr Ala Phe Leu Arg Asn Phe 
340 345 350 

Leu Arg Asp Lys Ser Gly Glu He Asn Thr Glu He Val Phe Leu Gly 
355 360 365 

Glu Thr Pro Pro Ser Leu Glu Leu Glu Thr He Phe Lys Cys Tyr Leu 
370 375 380 

Ala Tyr Thr Thr Phe He Ser Gly Ser Ala Met Lys Trp Glu Asp Leu 
385 - 390 395 400 

Ara Arg Val Ala Val Glu Ser Ala Glu Ala Cys Leu He He Ala Asn 
405 410 415 

Pro Leu Cys Ser Asp Ser His Ala Glu Asp He Ser Asn He Met Arg 
420 425 430 

Val Leu Ser He Lys Asn Tyr Asp Ser Thr Thr Arg He He He Gin 
435 440 445 

He Leu Gin Ser His Asn Lys Val Tyr Leu Pro Lys He Pro Ser Trp 
450 455 460 

Asn Trp Asp Thr Gly Asp Asn He He Cys Phe Ala Glu Leu Lys Leu 
465 470 475 480 

Glv Phe He Ala Gin Gly Cys Leu Val Pro Gly Leu Cys Thr Phe Leu 
y 485 490 495 
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Th- Se^ Leu Phe Val Glu Gin Asn Lys Lys Val Met Pro Lys Gin Thr 
500 505 510 

T-o Lvs Lys His Phe Leu Asn Ser Met Lys Asn Lys He Leu Thr Gin 
" 515 520 525 

z^i-g Leu Ser Asp Aso Phe Ala Gly Met Ser Phe Pro Glu Val Ala Arg 
530 ' 535 540 

Glv Leu He Leu Asn Pro Pro Pro Gin Val Arg He Arg Lys Asn Thr 
545 550 555 560 

Teu Gly Phe Phe He Ala Glu Thr Pro Lys Asp Val Arg Arg Ala Leu 
565 570 575 

Ph« Tyr Cys Ser Val Cys His Asp Asp Val Phe He Pro Glu Leu He 
580 585. 590 

Thr Asn Cys Gly Cys Lys Ser Arg Ser Arg Gin His He Thr Val Pro 
595 600 605 

Ser Val Lys Arg Met Lys Lys Cys Leu Lys Gly He Ser Ser Arg lie 
610 615 620 

Ser Gly Gin Asp Ser Pro Pro Arg Val Ser Ala Ser Thr Ser Ser He 
625 630 635 640 

Ser Asn Phe Thr Thr Arg Thr Leu Gin His Asp Val Glu Gin Asp Ser 
645 650 655 

Asp Gin Leu Asp Ser Ser Gly Met Phe His Trp Cys Lys Pro Thr Ser 
660 665 670 

Leu Asp Lys Val Thr Leu Lys Arg Thr Gly Lys Ser Lys Tyr Lys Phe 
675 680 685 

Arg Asn His He Val Ala Cys Val Phe Gly Asp Ala His Ser Ala Pro 
690 . 6.95 700 

Met Gly Leu Arg Asn ' Phe Val Met Pro Leu Arg Ala Ser Asn Tyr Thr 
705 710 715 720 

Ara Lvs Glu Leu Lys Aso He Val Phe He Gly Ser Leu Asp Tyr Leu 
725 730 735 

Gin Arg Glu Trp Arg Phe Leu Arg Asn Phe Pro Gin He Tyr He Leu 
740 745 750 

Pro Gly Cys Ala Leu Tyr Ser Gly Asp Leu His Ala Ala Asn He Glu 
755 760 765 

Gin Cys Ser Met Cys Ala Val Leu Ser Pro Pro Pro Gin Pro Ser Ser 
770 775 780 

Asn Gin Thr Leu Val Asp Thr Glu Ala He Met Ala Thr Leu Thr He 
785 790 795 800 

Gly Ser Leu Gin He Asp Ser Ser Ser Asp Pro Ser Pro Ser Val Ser 
805 810 815 
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Giu Giu Thr Pro Glv Tyr Thr Asn Gly His Asn GIu Lys Ser Asn Cys 
820 ' 325 830 

Arg Lys Val Pro lie Leu Thr GIu Leu Lys Asn Pro Ser Asn lie His 
335 840 845 

*he lie GIu Gin Leu Giv Gly Leu Giu Gly Ser Leu Gin Giu Thr Asn 
850 ~ 855 360 

Teu His Leu Ser Thr Aia Phe Ser Thr Gly Thr Vai Phe Ser Ser Ser 
865 870 375 880 

Phe Leu Asp Ser Leu Leu Aia Thr Aia Phe Tyr Asn Tyr His Val Leu 
885 890 895 

Giu Leu Leu Gin Met Leu Val Thr Giy Gly Val Ser Ser Gin Leu Giu 
900 905 910 

Gin His Leu Asp Lys Asd Lys Val Tyr Gly Val Ala Asp Ser Cys Thr 
915 920 925 

Ser Leu Leu Ser Gly Arg Asn Arg Cys Lys Leu Gly Leu Leu Ser Leu 
930 935 940 

His Giu Thr He Leu Ser Asp Val Asn Pro Arg Asn Thr Phe Gly Gin ' 
945 950 955 960 

Leu Phe Cys Gly Ser Leu Asp Leu Phe Gly He Leu Cys Val Gly Leu 
965 970 975 

Tyr Arg He He Asp Giu Giu Giu Leu Asn Pro Giu Asn Lys Arg Phe 
980 985 990 

Val He Thr Arg Pro Ala Asn Giu Phe Lys Leu Leu Pro Ser Asp Leu 
995 1000 1005 

Val Phe Cys Ala He Pro Phe Ser Thr Ala Cys Tyr Lys Arg Asn Giu 
1010 1015 1020 

Giu Phe Ser Leu Gin Lys Ser Tyr Giu He Val Asn Lys Ala Ser Gin 
1025 1030 1035 1040 

Thr Thr Giu Asp Thr Phe Arg His Lys Leu Ser Ser His Pro Leu He 
1045 1050 1055 

Gin Leu Leu Arg His Cys He His Gin Ser He Leu Thr Ser Arg Giu 
1060 1065 1070 

Leu Thr Pro Ser Leu Phe Leu Ser Lys 
1075 1080 



<210> 19 

<211> 3247 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human Slo3-2 (hSlo3-2) 
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<400> 19 
atgtttcaga 
actgagatcc 
atcctgttga 
acaggaatta 
ctccacttcc 
gtggggcaag 
ttcatcaatt 
attgatttgg 
gatgacaaga 
ccaaccttta 
ttgcgcctgc 
tcagtgaagt 
ttcattcacc 
atatcatatt 
gatgtggtag 
ttgatattat 
tacaccagtt 
actgtggaca 
aacactgaaa 
aaatgctact 
aggcgagttg 
gattcccatg 
tctaccacca 
attcccagct 
ggatttatcg 
gtggagcaaa 
atgaaaaaca 
gaagttgccc 
ttagggttct 
gtctgtcatg 
agccggcagc 
. tcctctcgta 
tcaaacttca 
agcagtggga 
actggcaagt 
cactcagccc 
aggaaggagc 
cgatttctcc 
gacctccatg 
cagccatcaa 
ggatccttgc 
ggttacacaa 
ctgaaaaatc 
caagaaacaa 
ttcttggatt 
atgctggtga 
tatggtgtgg 
cttctgtcct 
ctgttctgtg 
gatgaagagg 
ttcaagctgc 
aaaaggaatg 
acaacagagg 
cattgtattc 
aaatagt 



ctaagctacg 
aagcagcait 
tctccaggct 
t ct Tiggaact 
agggacaat t 
tgttggtgac 
ctgctgaccc 
ttttcaatgc 
tcaagttctg 
tttcttatta 
tagaactccc 
tttccaaact 
tggtggaaaa 
ttgagtcaat 
ccaagacatc 
ttgcgaacta 
cmtatgaagc 
gtgtgaccgc 
ttgttttcct 
tggcctacac 
cggtggaatc 
ctgaagatat 
gaatcatcat 
ggaactggga 
cccaaggctg 
acaaaaaggt 
aaattctgac 
gtggtctgat 
ttattgctga 
atgatgtgtt 
acatcacagt 
tatcagggca 
ccaccaggac 
tgtttcactg 
caaagtataa 
cgatggggct 
tgaaggacat 
ggaattttcc 
cggccaacat 
gcaaccagac 
aaattgactc 
atggacataa 
cttccaacat 
atctgcatct 
ctctgctggc 
caggaggagt 
cagatagctg 
tacacgaaac 
gctcattaga 
agctcaaccc 
tgccttcaga 
aagagttctc 
acacattcag 
accagtctat 



aaatgaaact 
cattctctct 
gatctggaga 
g^tcacatca 
tcgtgatcat: 
ccttgtcttt 
tgttggaagc 
tttctttagt 
gctggagatg 
tttgaagagc 
tcaaatcttg 
gctgtcaata 
ttctggtgat 
ttacctggtc 
cttaggacgg 
tatacctgaa 
actcaaagga 
tttcctgagg 
gggagaaacc 
aacgttcatt 
tgcagaggca 
ttccaacatt 
acagatactg 
caccggagac 
tttggtgcca 
tatgcctaaa 
ccaacgtctc 
actaaatcca 
aactccaaag 
cattcctgag 
gccatcggta 
ggattctccg 
tcttcaacat 
gtgcaaacca 
gtttcggaac 
tcggaacttt 
agtgttcatt 
ccagatatac 
agagcaatgc 
tttggtagac 
ctcctctgac 
tgagaaatca 
tcactttatt 
cagcactgcc 
cacggccttc 
aagttctcag 
cacgtcgctc 
cattttatca 
tctttttgga 
agaaaacaaa 
tcttgtgttt 
attgcaaaag 
acacaaattg 
tcttaccagc 



tgggaagact 
tcctttgtga 
tctgttaaaa 
ggtaccatcg 
atagaaatgt 
gtactaagca 
tgttcatcat 
ttctattttg 
aattcaatcg 
aattggctag 
caaattctac 
attctcagta 
ccctggctca 
atggcaacaa 
accttcatca 
atggtggaac 
aagaagttta 
aatttcctcc 
cctccttctt 
tctggatctg 
tgcctgatta 
atgagggtgc 
caatcccata 
aacatcatct 
ggcttgtgta 
cagacctgga 
tctgatgact 
cctccacaag 
gacgtcagaa 
ctaattacaa 
aagagaatga 
ccaagggtat 
gatgtagaac 
acctctttgg 
catattgtag 
gtaatgccct 
gggtctctgg 
attctgcctg 
tccatgtgtg 
acagaagcca 
ccgtcaccct 
aactgccgaa 
gaacagcttg 
ttttctacgg 
tacaattatc 
ctggaacaac 
ttgtctggaa 
gacgttaatc 
atcctgtgtg 
aggtttgtga 
tgtgccatac 
tcatatgaaa 
tcctcccacc 
cgagaactaa 



tgccaaaaat 
ccttcttcag 
aatggcaaat 
ctaggagcca 
tgctttcagc 
ttgggtcccc 
acgaagacaa 
gattgaggrt 
tagacatctt 
gtttaaggtt 
gagccatcaa 
cctggttcac 
aaggtagaaa 
cgtcaaccgt 
tgttcttcac 
tgtttgctaa 
ttgtggtctg 
gcgacaagtc 
tggaacttga 
caatgaagtg 
tagccaatcc 
tctctatcaa 
acaaggttta 
gctttgctga 
ccttcctaac 
agaaacactt 
ttgctggaat 
tgaggatacg 
gagccttgtt 
actgtggctg 
aaaaatgtct 
ctgcaagcac 
aagattctga 
acaaggtgac 
catgtgtatt 
tgagagccag 
actatctaca 
gatgtgcact 
ctgtcttgtc 
tcatggcaac 
cagtgtcaga 
aagtccctat 
gtggactgga 
gcactgtttt 
a.tgtcctgga 
atttagataa 
gaaaccggtg 
caagaaacac 
ttggcttata 
tcacccggcc 
ccttcagcac 
ttgtaaataa 
cattgattca 
ctccctctct 



gtcctgcaca 
tggactcatc 
catcaaggga 
tgtaagaagc 
ccagaccttt 
tataatctat 
aaccattcct 
tatggcagct 
taccatccca 
cctaagagcc 
gaccagtaac 
agctgcggga 
ttcacagaat 
tggatttgga 
actggggagt 
caagaggaaa 
tggaaacatc 
aggagagatc 
aaccatattt 
ggaggatctg 
tttgtgcagt 
gaactatgat 
tctgccaaag 
attaaaactt 
atctctattt 
cttgaatagc 
gagctttcct 
taagaacaca 
ttactgttca 
caaaagcaga 
gaagggaatc 
ttcgagcata 
ccagcttgat 
tctgaaacga 
tggagatgcc 
caactatacc 
gagagaatgg 
ttattctgga 
ccccccaccc 
cctcaccatc 
ggagactcca 
ccttactgaa 
agggtccctc 
ttccagcagc 
attgcttcag 
ggataaagtc 
taagctgggg 
ctttggacaa 
ccgaataatt 
agccaatgag 
tgcttgttat 
agcatcacag 
gttactgaga 
tttcctaagc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3247 



19 



<210> 20 
<211> 1134 
<212> PRT 

<213> Mus muscuius 
<220> 

<223> mouse Slo3 (mSlp3) 
<400> 20 

Met Ser Gin Thr Leu Leu As? Ser Leu Asn Gin Lys Glu Leu Thr Glu 
1 5 10 15 

Thr Ser Cys Thr He Glu He Gin Ala Ala ?he He Leu Ser Ser Leu 
20 25 30 

Ala Thr Phe Phe Gly Gly Leu He lie Leu Phe Leu Phe Arg He Ala 
35 40 45 

Leu Lys Ser Ser Arg Ser Trp Lys Tyr Val Lys Gly Pro Arg Gly Leu 
50 55 60 

Leu Glu Leu Phe Ser Ser Arg Arg He Glu Ala Asn Pro Leu Arg Lys 
65 70 75 80 

Leu Tyr Phe His Gly Val Phe Arg Gin Arg He Glu Met Leu Leu Ser 
85 90 95 

Ala Gin Thr Val Val Gly Gin Val Leu Val He Leu Val Phe Val Leu 
100 105 HO 

Ser He Gly Ser Leu Val He Tyr Phe He Asn Ser Met Asp Pro Val 
115 120 125 

Arc Arg Cys Ser Ser Tyr Glu Asp Lys He Val His Gly Asp Leu Ser 
130 135 140 

Phe Asn Ala Phe Phe Ser Phe Tyr Phe Gly Leu Arg Phe Trp Ala Ala 
145 150 155 160 

Glu Asp Lys He Lys Phe Trp Leu Glu Met Asn Ser He Val Asp He 
165 170 175 

Phe Thr He Pro Pro Thr Phe He Ser Tyr Tyr Leu Lys Ser Asn Trp 
180 185 190 

Leu Gly Leu Arg Phe Leu Arg Ala Leu Arg Leu Leu Glu Leu Pro Lys 
195 200 205 

He Leu Gin He Leu Gin Val He Lys Thr Ser Asn Ser Val Lys Leu 
210 215 220 

Ser Lys Leu Leu Ser He Val He Ser Thr Trp Phe Thr Ala Ala Gly 
225 230 235 240 

Phe Leu His Leu Val Glu Asn Ser Gly Asp Pro Trp Leu Asn Gly Arg 
245 250 255 

Asn Ser Gin Thr Met Ser Tyr Phe Glu Ser He Tyr Leu Val Thr Ala 
260 265 270 
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Thr Met Ser Thr Val Gly Phe Gly As? Vai Val Ala Lys Thr Ser Leu 
275 280 235 

Giy Arg T ie Phe lis Vai Phe Phe Thr Leu Gly Ser Leu lie Leu Phe 
230 295 300 

Ala Asn Tyr He Pro Glu Met Val Giu Leu Phe Ser Thr Arg Lys Lys 
305 310 315 320 

Tvr Thr Lys Pro Tyr Glu Ala Val Lys Gly Lys Lys Phe He Val Val 
y 325 330 335 

Cvs Gly Asn He Thr Val Asp Ser Val Thr Ala Phe Leu Arg Asn Phe 
* 340 345 350 

Leu His TrD Lys Ser Gly Glu lie Asn lie Glu He Val Phe Leu Gly 
355 .360 365 

Glu Thr Leu Pro Cys Leu Glu Leu Glu Thr Leu Leu Lys Cys His Thr 
370 375 380 

c or cvs Th*- Asn Phe Val Cys Gly Thr Ala Leu Lys Phe Glu Asp Leu 
385 390 395 400 

Lvs Arq Val Ala Val Glu Asn Ser Glu Ala Cys Leu He Leu Ala Asn 
405 410 415 

His Phe Cys Ser Asp Leu His Asp Giu Asp Asn Ser Asn He Met Arg 
420 425 430 

Val Leu Ser He Lys Asn Tyr Tyr Pro Gin Thr Arg Val He He Gin 
435 440 445 

He Leu Gin Ser Gin Asn Lys Val Phe Leu Ser Lys He Pro Asn Trp 
450 455 460 

Aso Trp Ser Ala Gly Asp Asn He Leu Cys Phe Ala Glu Leu Lys Leu 
465 470 475 480 

Glv Phe He Ala Gin Gly Cys Leu Val Pro Gly Leu Cys Thr Phe Leu 
485 490 495 

Thr Thr Leu Phe He Glu Gin Asn Gin Lys Val Phe Pro Lys His Pro 
500 505 510 

Tro Gin Lys His Phe Leu Asn Gly Leu Lys Asn Lys He Leu Thr Gin 
515 520 525 

Arg Leu Ser Asn Asp Phe Val Gly Met Thr Phe Pro Gin Val Ser Arg 
530 535 540 

Leu Cys Phe Val Lys Leu Asn Leu Met Leu He Ala He Gin His Lys 
545 550 555 560 

Pro Phe Phe His Ser Cys Cys Thr Leu He Leu Asn Pro Ser Ser Gin 
565 570 575 

Val Arg Leu Asn Lys Asp Thr Leu Gly Phe Phe He Ala Asp Ser Ser 
580 585 590 
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Lys Ala Val Lys 
595 

Val Cys Asn Pro 
610 

Arg Gin Gin Leu 
625 

Thr Asp Phe Thr 



lie His Thr Cys 
660 



Thr Asn Arg Pro 
675 

Asp Ser Ser Gly 
690 

Val Val Leu Lys 
705 

lie Val Val Cys 



Arg Asn Phe Val 
740 

Leu Lys Asp He 
755 

Trp Arg Phe Leu 
770 

Ala Leu Tyr Met 
785 

Met Cys Val He 



Leu Val Asp Thr 
820 



Arg He Thr Ser 
835 

Ser Ser Ala Phe 
850 

Pro He Leu Thr 
865 

Gin Met Gly Gly 



Ser Thr Ser Phe 
900 




Arg Ala Phe Phe 
600 



Giu Leu He Gly 
615 

lie A.la Pro Thr 
630 

Thr Ser Ser His 
645 

Phe Ser Arg Giu 



Thr Thr Asn Asp 
680 

Met Phe His Trp 
695 

Arg Ser Giu Lys 
710 

Val Phe Gly Asp 
725 

Met Pro Leu Arg 



Val Phe He Gly 
760 



Arg Asn Phe Pro 
775 

Gly Asp Leu He 
-790 

Leu Ala Thr Pro 
805 

Giu Ala lie Met 



Pro Thr Pro Gly 
840 

Asp Ser Lys Giu 
855 

Giu Leu Lys Asn 
870 

Leu Asp Gly Met 
885 

Ser Thr Gly Ala 



Tyr Cys Ser Asn 



Lys Cys Asn Cys 
620 

lis Met Val Met 
635 

lie His Ala Ser 
650 

Gin Pro Ser Leu 
665 

Thr Val Asp Asp 



Cys Arg Ala Met 
700 

Ala Lys His Giu 
715 

Ala Gin Cys Thr 
730 

Ala Ser Asn Tyr 
745 

Ser Leu Giu Tyr 



Lys lie His lie 
780 

Ala Val Asn Val 
795 

Tyr Lys Ala Leu 
810 

Ala Thr Leu Asn 
825 

Ser Ser Lys Ser 



Arg Lys Gin Arg 
860 



Pro Ser Asn He 
875 

Leu Lys Gly Thr 
890 

Val Phe Ser Asp 
905 




Cys His Ser Asp 
605 

Lys lie Lys Ser 



Lys Ser Ser Leu 
640 

Met Ser Thr Giu 
655 

He Thr lie Thr 
670 

Thr Asp Met Leu 
685 

Pro Leu Asp Lys 



Phe Gin Asn His 
720 

Leu Val Gly Leu 
735 

Thr Arg Gin Giu 
750 

Phe Gin Arg Giu 
765 

Met Pro Gly Ser 



Giu Gin Cys Ser 
800 

Ser Ser Gin He 
815 

He Gin Ser Leu 
830 

Giu Val Lys Pro 
845 

Tyr Lys Gin He 



His Phe lie Giu 
880 

Ser Leu His Leu 
895 

Thr Phe Leu Asp 
910 
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Se»- Leu Leu Ala Thr Ser Phe Tyr Asn Tyr His Val Val Giu Leu Leu 
915 920 925 

Gin Met Leu Val Thr Glv Gly He Ser Ser Glu Met Glu His Tyr Leu 
' 930 935 940 

Val Lvs Giu Lys Pro Tvr Lys Thr Thr Asp Asp Tyr Glu Ala lie Lys 
945 Y 950 955 960 

Ser Gi v Arg Thr Arg Cys Lys Leu Gly Leu Leu Ser Leu Asp Gin Thr 
965 970 975 

Val Leu Se- Gly He Asn Pro Arg Lys Thr Phe Gly Gin Leu Phe Cys 
980 985 990 

Glv Ser Leu Asp Asn Phe Gly He Leu Cys Val Gly Leu Tyr Arg Met 
995 1000 1005 

He Asp Glu Glu Glu Pro Ser Gin Glu His Lys Arg Phe Val He Thr 
1010 1015 1020 

Arc Pro Ser Asn Glu Cys His Leu Leu Pro Ser Asp Leu Val Phe Cys 
1025 1030 1035 1040 

Ala He Pro Phe Asn Thr Thr Cys Gly Lys Ser Asp Ser Ser Pro Phe 
1045 1050 1055 

Asn Phe Arg Leu Lys Thr Thr Leu Gin Thr Arg Arg Arg His Trp Pro 
1060 1065 1070 

Ara Glv Arg He Ser Ser He Arg Thr Met Pro Thr Ser Pro Thr He 
9 io75 1080 1085 

Phe Thr Gin Ser Thr Thr Arg Glu Arg Gly Gly Leu Ser Thr Thr Thr 
1090 1095 1100 

Pro Glu Ser He Leu Trp Thr Arg Gin Leu Phe Cys Gly Ser Leu Asp 
1105 1110 1H5 ll 20 

Asn Phe Gly He Leu Cys Val Gly Leu Tyr Arg Met He Asp 
1125 H30 



<210> 21 
<211> 1236 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse Slol (mSlol) 
<400> 21 

Met Asp Ala Leu He He Pro Val 
1 5 

Arg Gly Gin Arg Met Trp Trp Ala 

20 - 

Phe Phe Gly Gly Leu Phe He He 
35 40 



Thr Met Glu Val Pro Cys Asp Ser 
10 15 

Phe Leu Ala Ser Ser Met Val Thr 
25 30 

Leu Leu Trp Arg Thr Leu Lys Tyr 
45 
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Leu Trp Thr Val Cvs Cvs His Cys Gly Giy Lys Thr Lys Giu Ala Gin 
50 " 55 60 

Lys He Asn Asn Glv Ser Ser Gin Ala As? Gly Thr Leu Lys Pro Vai 
65 ' 70 75 80 

Aso Giu Lys Giu Giu Val Val Ala Ala Giu Val Gly Trp Met Thr Ser 
85 90 95 

Val Lys Asp Trp Ala Gly Val Met He Ser Ala Gin Thr Leu Thr Gly 
X00 105 HO 

Arc Val Leu Val Val Leu Val Phe Ala Leu Ser He Gly Ala Leu Val 
115 120 125 

lie Tyr Phe He Asp Ser Ser Asn Pro He Giu Ser Cys Gin Asn Phe 
130 135 140 

Tyr Lys Asp Phe Thr Leu Gin He Asp Met Ala Phe Asn Val Phe Phe 
145 150 155 160 

Leu Leu Tyr Phe Gly Leu Arg Phe He Ala Ala Asn Asp Lys Leu Trp 
165 170 175 

Phe ^rp Leu Giu Val Asn Ser Val Val Asp Phe Phe Thr Val Pro Pro 
180 185 190 

Val Phe Val Ser Val Tyr Leu Asn Arg Ser Trp Leu Gly Leu Arg Phe 
195 200 205 

Leu Arg Ala Leu Arg Leu He Gin Phe Ser Giu He Leu Gin Phe Leu 
210 215 220 

Asn He Leu Lys Thr Ser Asn Ser He Lys Leu Val Asn Leu Leu Ser 
225 230 235 240 

He Phe He Ser Thr Trp Leu Thr Ala Ala Gly Phe He His Leu Val 
245 250 255 

Giu Asn Ser Gly Asp Pro Trp Giu Asn Phe Gin Asn Asn Gin Ala Leu 
260 265 270 

Thr Tyr Trp Giu Cys Val Tyr Leu Leu Met Val Thr Met Ser Thr Val 
275 280 285 

Gly Tyr Gly Asp Val Tyr Ala Lys Thr Thr Leu Gly Arg Leu Phe Met 
290 295 300 

Val Phe Phe He Leu Gly Gly Leu Ala Met Phe Ala Ser Tyr Val Pro 
.305 310 315 320 

Giu He He Giu Leu He Gly Asn Arg Lys Lys Tyr Gly Gly Ser Tyr 
325 330 335 

Ser Ala Val Ser Gly Arg Lys His He Val Val Cys Gly His He Thr 
340 345 350 

Leu Giu Ser Val Ser Asn Phe Leu Lys Asp Phe Leu His Lys Asp Arg 
355 360 365 
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Asp Asp Val Asn Val Glu He Val Phe Leu His Asn He Ser Pro Asn 
" 370 375 380 

Leu Glu Leu Glu Ala Leu Phe Lys Arg His Phe Thr Gin Val Glu Phe 
335 390 395 400 

Tyr Gin Gly Ser Val Leu Asn Pro His Asp Leu Ala Arg Val Lys He 
405 410 415 

Glu Ser Ala Asp Ala Cys Leu lie Leu Ala Asn Lys Tyr Cys Ala Asp 
420 425 430 

Pro Asp Ala Glu Asp Ala Ser Asn lie Met Arg Val He Ser lie Lys 
435 440 445 

Asn Tyr His Pro Lys He Arg He He Thr Gin Met Leu Gin Tyr His 
450 455 460 

Asn Lys Ala His Leu Leu Asn He Pro Ser Trp Asn Trp Lys Glu Gly 
465 470 475 480 

Asp Asp Ala He Cvs Leu Ala Glu Leu Lys Leu Gly Phe He Ala Gin 
485 490 495 

Ser Cys Leu Ala Gin Gly Leu Ser Thr Met Leu Ala Asn Leu Phe Ser 
500 505 510 

Met Arg Ser Phe He Lys He Glu Glu Asp Thr Trp Gin Lys Tyr Tyr 
515 520 525 

Leu Glu Gly Val Ser Asn Glu Met Tyr Thr Glu Tyr Leu Ser Ser Ala 
530 535 540 

Phe Val Gly Leu Ser Phe Pro Thr Val Cys Glu Leu Cys Phe Val Lys 
545 550 555 560 

Leu Lys Leu Leu Met He Ala He Glu Tyr Lys Ser Ala Asn Arg Glu 
565 570 575 

Ser Arg He Leu He Asn Pro Gly Asn His Leu Lys He Gin Glu Gly 
580 585 590 

Thr Leu Gly Phe Phe He Ala Ser Asp Ala Lys Glu Val Lys Arg Ala 
595 600 605 

Phe Phe Tyr Cys Lys Ala Cys His Asp Asp Val Thr Asp Pro Lys Arg 
610 615 620 

He Lys Lys Cys Gly Cys Arg Arg Leu He Tyr Phe Glu Asp Glu Gin 
625 630 635 640 

Pro Pro Thr Leu Ser Pro Lys Lys Lys Gin Arg Asn Gly Gly Met Arg 
645 650 655 

Asn Ser Pro Asn Thr Ser Pro Lys Leu Met Arg His Asp Pro Leu Leu 
660 665 670 

He Pro Gly Asn Asp Gin He Asp Asn Met Asp Ser Asn Val Lys Lys 
675 680 685 



25 



Tyr Asp Ser Thr Gly Met Phe His Trp Cys Ala Pro Lys Glu lie Glu 
690 695 "00 

Lvs Val He Leu Thr Arg Ser Glu Ala Ala Met Thr Val Leu Ser Gly 
705 710 715 720 

His Val Val Val Cys He Phe Giv Asp Val Ser Ser Ala Leu lie Gly 
725 730 735 

Leu Arg Asa Leu Val Met Pro Leu Arg Ala Ser Asn Phe His Tyr His 
740 745 750 

Glu Leu Lys His He Val Phe Val Gly Ser lie Glu Tyr Leu Lys Arg 
755 760 765 

Glu Trp Glu Thr Leu His Asn Phe Pro Lys Val Ser He Leu Pro Gly 
770 775 "780 

Thr Pro Leu Ser Arg Ala Asp Leu Arg Ala Val Asn He Asn Leu Cys 
785 790 795 800 

Asp Met Cys Val lie Leu Ser Ala Asn Gin Asn Asn He Asp Asp Thr 
805 810 815 

Ser Leu Gin Aso Lys Glu Cys He Leu Ala Ser Leu Asn He Lys Ser 
820 825 830 

Met Gin Phe Aso Asp Ser He Gly Val Leu Gin Ala Asn Ser Gin Gly 
835 " 840 845 

Phe Thr Pro Pro Gly Met Asp Arg Ser Ser Pro Asp Asn Ser Pro Val 
850 855 860 

His Gly Met Leu Arg Gin Pro Ser He Thr Thr Gly Val Asn He Pro 
865 870 875 880 

He He Thr Glu Leu Val Asn Asp Thr Asn Val Gin Phe Leu Asp Gin 
885 890 895 

Asp Asp Asp Asp Asp Pro Asp Thr Glu Leu Tyr Leu Thr Gin Pro Phe 
900 905 910 

Ala Cys Gly Thr Ala Phe Ala Val Ser Val Leu Asp Ser Leu Met Ser 
915 920 925 

Ala Thr Tyr Phe Asn Asp Asn He Leu Thr Leu He Arg Thr Leu Val 
930 935 940 

Thr Glv Gly Ala Thr Pro Glu Leu Glu Ala Leu He Ala Glu Glu Asn 
945 950 • 955 960 

Ala Leu Arg Gly Gly Tyr Ser Thr Pro Gin Thr Leu Ala Asn Arg Asp 
965 970 975 

Arg Cys Arg Val Ala Gin Leu Ala Leu Leu Asp Gly Pro Phe Ala Asp 
980 985 990 

Leu Gly Asp Gly Gly Cys Tyr Gly Asp Leu Phe Cys Lys Ala Leu Lys 
995 1000 1005 
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Thr Tyr Asn Met Leu Cvs Phe Gly lie Tyr Arg Leu Arg Asp Ala His 
1010 1013 1020 

Leu Se- th- o-o Ser Gin Cvs Thr Lys Arg Tyr Val lie Thr Asn Pro 
1025 " 1030 1035 1040 

pro Tvr Glu Phe Glu Leu Val Pro Thr Asp Leu He Phe Cys Leu Met 
1045 1050 1055 

Gin Phe Aso His Asn Ala Gly Gin Ser Arg Ala Ser Leu Ser His Ser 
' 1060 1065 1070 

Ser His Ser Ser Gin Ser Ser Ser Lys Lys Ser Ser Ser Val His Ser 
1075 1080 1085 

He Pro Ser Thr Ala Asn Arg Pro Asn Arg Pro Lys Ser Arg Glu Ser 
1090 1095 HOO 

Arg Asp Lys Gin Asn Ala Thr Arg Met Thr Arg Met Gly Gin Ala Glu 
U05 1110 H 15 1120 

Lvs Lvs Tro Phe Thr Asp Glu Pro Asp Asn Ala Tyr Pro Arg Asn He 
' . H25 H30 H35 

Gin He Lys Pro Met Ser Thr His Met Ala Asn Gin He Asn Gin Tyr 
1140 H45 H50 

Lys Ser Thr Ser Ser Leu He Pro Pro He Arg Glu Val Glu Asp Glu 
H55 1160 1165 

Cvs Glu Leu Val Pro Thr Asp Leu He Phe Cys Leu Met Gin Phe Asp 
Y H70 H75 H80 

His Asn Ala Gly Gin Ser Arg Ala Ser Leu Ser His Ser Ser His Ser 
H85 H90 H95 1200 

Ser Gin Ser Ser Ser Lys Lys Ser Ser Ser Val His Ser He Pro Ser 
1205 1210 1215 

Thr Ala Asn Arg Pro Asn Arg Pro Lys Ser Arg Glu Ser Arg Asp Lys 
1220 1225 1230 

Gin Asn Ala Thr 
1235 



<210> 22 
<211> 1262 
<212> PRT 

<213> Drosophila sp. 
<220> 

<223> Drosophila Slol (dSlol) 

Met°Ala 2 Ser Gly Leu He Asp Thr Asn Phe Ser Ser Thr Leu Ala Asn 
1 5 10 15 

Gly Met Ser Gly Cys Asp Gin Ser Thr Val Glu Pro Leu Ala Asp Asp 
20 25 30 
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o-o Thr Asd Ser Pro Phe Asp Ala As? Asp Cys Leu Lys Val Arg Lys 
35 40 45 

-v- T-p Cys °he Leu Leu Ser Ser He Phe Thr Phe Leu Ala Gly Leu 
i7 ~ 50 55 60 

Leu Val Val Leu Leu Tro Arg Ala Phe Ala Phe Val Ser Cys Arg Lys 

65 70 75 80 

G i u p ro Asa Leu Gly Pro Asn Asp Pro Lys Gin Lys Glu Gin Lys Ala 
85 90 95 

Se- Arg Asn Lys Gin Glu Phe Glu Gly Thr Phe Met Thr Glu Ala Lys 
100 105 110 

Asp Trp Ala Gly Glu Leu He Ser Gly Gin Thr Thr Thr Gly Arg He 
115 120 125 

Leu Val Val Leu Val Phe He Leu Ser He Ala Ser Leu He lie Tyr 
130 135 140 

Phe Val Asp Ala Ser Ser Glu Glu Val Glu Arg Cys Gin Lys Trp Ser 
145 150 155 160 

Asn Asn He Thr Gin Gin He Asp Leu Ala Phe Asn He Phe Phe Met 
165 170 175 

Val Tvr Phe Phe He Arg Phe He Ala Ala Ser Asp Lys Leu Trp Phe 
180 185 190 

Met Leu Glu Met Tyr Ser Phe Val Asp Tyr Phe Thr He Pro Pro Ser 
195 200 205 

Phe Val Ser He Tyr Leu Asp Arg Thr Trp He Gly Leu Arg Phe Leu 
210 215 220 

Arq Ala Leu Arg Leu Met Thr Val Pro Asp He Leu Gin Tyr Leu Asn 
225 230 235 240 

Val Leu Lys Thr Ser Ser Ser He Arg Leu Ala Gin Leu Val Ser He 
245 250 255 

Phe He Ser Val Trp Leu Thr Ala Ala Gly He He His Leu Leu Glu 
260 265 270 

Asn Ser Gly Asp Pro Leu Asp Phe Asn Asn Ala His Arg Leu Ser Tyr 
275 280 285 

Tro Thr Cys Val Tyr Phe Leu He Val Thr Met Ser Thr Val Gly Tyr 
290 295 300 

Gly Asp Val Tyr Cys Glu Thr Val Leu Gly Arg Thr Phe Leu Val Phe 
305 310 315 320 

Phe Leu Leu Val Gly Leu Ala Val Phe Ala Ser Trp He Pro Glu He 
325 330 335 

Thr Glu Leu Ala Ala Gin Arg Ser Lys Tyr Gly Gly Thr Tyr Ser Lys 
340 345 350 
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Aso Pro Arg Lys 
355 

Ser Val Ser His 
370 

Val Asp Val Glu 
385 

Leu Glu Gly Leu 



Gly Thr lie Met 
420 



Ala Asp Ala Cys 
435 

Ala Glu Asp Ala 
450 

Ser Asp Asp lie 
465 

Ala Tyr Leu Leu 



Val lie Cys Leu 
500 

Leu Ala Pro Gly 
515 

Ser Phe Lys Thr 
530 

Arg Gly Thr Gly 
545 

lie Gly He Pro 



Lys Leu Leu Leu 
580 

Asp Ser Lys He 
595 

Thr Gin Gly Phe 
610 

Trp Phe Tyr Cys 
625 

He Lys Lys Cys 



Phe Asp Asp Leu 
660 




Arg His lie Val 
360 

Phe Leu Lys Asp 
375 

Val Val Phe Leu 
390 

Phe Lys Arg His 
405 

Asn Pro lie Asp 



Leu Val Leu Ala 
440 

Ala Asn He Met 
455 

Arg Val He He 
470 

Asn He Pro Ser 
485 

Ala Glu Leu Lys 



Phe Ser Thr Met 
520 



Ser Pro Asp Met 
535 

Met Glu Met Tyr 
550 

Phe Ala Gin Ala 
565 

Leu Ala He Glu 



Ser He Asn Pro 
600 

Phe He Ala Gin 
615 

Lys Ala Cys His 
630 

Lys Cys Lys Asn 
645 

Gly Asp He Thr 



Val Cys Gly His 



Phe Leu His Glu 
390 

His Arg Lys Pro 
395 

Phe Thr Thr Val 
410 

Leu Gin Arg Val 
425 

Asn Lys Tyr Cys 



Arg Val He Ser 
460 

Gin Leu Met Gin 
475 

Trp Asp Trp Lys 
4 90 

Leu Gly Phe He 
505 

Met Ala Asn Leu 



Gin Ser Trp Thr 
540 

Thr Glu Thr Leu 
555 

Thr Glu Leu Cys 
570 

He Lys Gly Ala 
585 

Arg Gly Ala Lys 



Ser Ala Asp Glu 
620 



Glu Asp He Lys 
635 

Leu Thr Val Gin 
650 

Arg Asp Arg Glu 
665 




He Thr Tyr Glu 
355 

Asp Arg Glu Asp 



Pro Asp Leu Glu 
400 

Glu Phe Phe Gin 
415 

Lys Val His Glu 
430 

Gin Asp Pro Asp 
445 

He Lys Asn Tyr 



Tyr His Asn Lys 
480 

Gin Gly Asp Asp 
495 

Ala Gin Ser Cys 
510 

Phe Ala Met Arg 
525 

Asn Asp Tyr Leu 



Ser Pro Thr Phe 
560 

Phe Ser Lys Leu 
575 

Glu Glu Gly Ala 
590 

He Gin Ala Asn 
605 

Val Lys Arg Ala 



Asp Glu Thr Leu 
640 

Pro Arg Ser Lys 
655 

Asp Thr Asn Leu 
670 
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Leu Asn Arg Asn 
675 

Giy Met His His 
690 

Ala Ala Giy Lys 
705 

Arg Gin Val Glu 



Thr Ser Arg Ser 
740 

Ser Leu Pro Ala 
755 

Glu Lys Thr Glu 
770 

Pro Ala Lys Ser 
785 

Met Thr Val Leu 



Asp Ser Pro Leu 
820 



Ser Asn Phe His 
835 

Val Asp Tyr lie 
850 

lie Ser Val Leu 
865 

Val Asn Val Asn 



Pro Ser Asn Asp 
900 

Ser Leu Asn lie 
915 

Ser Gin Arg Gly 
930 

Pro lie Val Leu 
945 

Met lie Thr Glu 



Asp Asp Asp Asp 
980 



Val Arg Arg Pro 
630 

Met Asn Ser Thr 
695 

Gin Val Asn Lys 
710 

Gly Gin Val lie 
725 

Ser Gly Thr Gly 



Gly lie Ala Asp 
7 60 

Met Lys Tyr Asp 
775 

Leu Gin Asp Cys 
790 

Asn Gly His Val 
805 

lie Gly Leu Arg 



Tyr His Glu Leu 
840 

Arg Arg Glu Trp 
855 

Asn Gly Ser Pro 
870 

Leu Cys Asp Met 
885 

Asp Pro Thr Leu 



Lys Ala Met Thr 
920 

Pro Glu Phe Asp 
935 

Gin Arg Arg Gly 
950 

Leu Val Asn Asp 
965 

Asp Pro Asp Thr 



Asn Giy Thr Gly 



Arg Ala Ala Ala 
700 

Val Lvs Pro Thr 
715 

Ser Pro Ser Gin 
730 

Thr Gin Asn Gin 
745 

Asp Gin Ser Lys 



Ser Thr Gly Met 
780 



lie Leu Asp Arg 
7 95 

Val Val Cys Leu 
810 

Asn Leu Val Met 
825 

Lys His Val Val 



Lys Met Leu Gin 
860 

Leu Ser Arg Ala 
875 

Cys Cys lie Leu 
890 

Ala Asp Lys Glu 
905 

Phe Asp Asp Thr 



Asn Leu Ser Ala 
940 

Ser Val Tyr Gly 
955 

Gly Asn Val Gin 
970 

Glu Leu Tyr Leu 
985 



Asn Giy Thr Giy 
635 

Ala Ala Ala Ala 



Val Asn Val Ser 
720 

Tyr Asn Arg Pro 
735 

Asn Gly Gly Val 
750 

Asp Phe Asp Phe 
7 65 

Phe His Trp Ser 



Asn Gin Ala Ala 
800 

Phe Ala A.sp Pro 
815 

Pro Leu Arg Ala 
830 

lie Val Gly Ser 
845 

Asn Leu Pro Lys 



Asp Leu Arg Ala 
880 

Ser Ala Lys Val 
895 

Ala lie Leu Ala 
910 . 

lie Gly Val Leu 
925 

Thr Ala Gly Ser 



Ala Asn Val Pro 
960 

Phe Leu Asp Gin 
975 

Thr Gin Pro Phe 
990 
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Ala Cys Gly Thr Ala Phe Ala Val Ser Val Leu Asp Ser Leu Met Ser 
995 1000 1005 

Th- T hv Tyr ? he Asn Gin Asn Ala Leu Thr Leu lie Arg Ser Leu lie 
*l6l0 1015 1020 

Thr Gly GW Ala Thr Pro Glu Leu Giu Leu lie Leu Ala Giu Giy Ala 
i02 5 * 1030 1035 1040 

Gly Leu Arg Gly Gly Tyr Ser Thr Val Glu Ser Leu Ser Asn Arg Asp 
1045 1050 1055 

Arq Cys Arg Val Gly Gin lie Ser Leu Tyr Asp Gly Pro Leu Ala Gin 
1060 1065 1070 

Phe Gly Glu Cys Gly Lys Tyr Gly Asp Leu' Phe Val Ala Ala Leu Lys 
1075 1080 1085 

Ser Tyr Gly Met Leu Cys He Gly Leu Tyr Arg Phe Arg Asp Thr Ser 
1090 1095 HOO 

Se- Ser Cys Asp Ala Ser Ser Lys Arg Tyr Val lie Thr Asn Pro Pro 
H05 1110 1H5 112° 

a sd Asp phe Ser Leu Leu Pro Thr Asp Gin Val Phe Val Leu Met Gin 
1125 H30 1135 

Phe Asp Pro Gly Leu Glu Tyr Lys Pro Pro Ala Val Arg Ala Pro Ala 
1140 1145 1150 

Gly Gly Arg Gly Thr Asn Thr Gin Gly Ser Gly Val Gly Gly Gly Gly 
1155 1160 1165 

Ser Asn Lys Asp Asp Asn Ser Leu Ser Asn Arg Asp Arg Cys Arg Val 
1170 H75 1180 

Glv Gin He Ser Leu Tyr Asp Gly Pro Leu Ala Gin Phe Gly Glu Cys 
1185 H90 1195 1200 

Glv Lys Tyr Gly Asp Leu Phe Val Ala Ala Leu Lys Ser Tyr Gly Met 
1205 1210 1215 

Leu Cys He Gly Leu Tyr Arg Phe Arg Asp Thr Ser Ser Ser Cys Asp 
1220 1225 1230 

Ala Ser Ser Lys Arg Tyr Val He Thr Asn Pro Pro Asp Asp Phe Ser 
1235 1240 1245 

Leu Leu Pro Thr Asp Gin Val Phe Val Leu Met Gin Phe Asp 
1250 1255 1260 



<210> 23 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : sense 
oligonucleotide 
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<400> 23 

gtggatgata ccgacatgct ggac 



<210> 24 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : antisense 
oligonucleotide 

<400> 24 

gagaccacct ctctcccgtg tcgt 



<210> 25 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mSLo3 (S4 t 
S5) sense primer 

<400> 25 

ctcgaactcc ctaaaatctt acagat 



<210> 26 
<211> 28- 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mSlo3 (S4 t 
S5) antisense primer 

<400> 26 

ttccgttgag ccaggggtca' ccagaatt 



<210> 27 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mSlo3 (S8 t 
S9) sense primer 

<400> 27 

tctgctttgt gaagctaaat ct 



<210> 28 
<211> 23 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Descriotion of Artificial Sequence : mSio3 (S3 to 
S9) antisense primer 

<400> 28 

tttcaaagcc tctttagcgg taa 



<210> 29 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mSlo3 (S9 to 
S10) sense primer 

<400> 29 

ttatgcctgg atctgcactc tacatg 



<210> 30 
<2.11> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mSlo3 (S9 to 
S10) antisense primer 

<400> 30 

atagtttccg tctactaccg aaa 



<210> 31 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : contro 
beta-actin sense primer 

<400> 31 

gatgatatcg ccgcgctcgt cgtcgac 



<210> 32 
<211> 27 
<212> DNA 

<213> Artificial Sequence 

<220> 1 ^ 

<223> Description of Artificial Sequence : control human 
beta-actin antisense primer 

<400> 32 

tcggtccagg tctgcgtcct accgtac 
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<210> 33 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : northern bloc 
sense primer 

<400> 33 

cggaaacgtc atgtacaatc gaaatcca 28 

<210> 34 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : northern blot 
antisense primer 

<400> 34 

ttccgttgag ccaggggtca ccagaatt 28 

<210> 35 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : human testis 
cDNA library primer 

<400> 35 

ggcagcgctc attctttcct cctt 24 

<210> 36 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : human testis 
cDNA library primer 

<400> 36 

tgcccaaaac ctcaacccaa aata 

<210> 37 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) • • (4) 

<223> mSlo3 Region A peptide starting at ammo acid 792 
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<400> 37 
lie Ala Val Asn 
1 



<210> 38 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlo3 Region A peptide ending at amino acid 870 

<400> 38 
Leu Thr Giu Leu 
1 



<210> 39 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlol Region A peptide starting at amino acid 793 

<400> 39 
Arg Ala Val Asn 
1 



<210> 40 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlol Region A peptide ending at amino acid 885 

<400> 40 
lie Thr Glu Leu 
1 



<210> 41 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlo3 Region B peptide starting at amino acid 871 
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<400> 41 
Lys Asn Pro Ssr 
1 



<210> 42 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . • (4) 

<223> mSlq3 Region B peptide ending at amino acid 906 

<400> 42 
Giy Ala Vai Phe 
1 



<210> 43 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSioi Region B peptide starting at amino acid 

<400> 43 
Vai Asn Asp Thr 
1 



<210> 44 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlol Region B peptide ending at ammo acid 

<400> 44 
Gly Thr Ala Phe 
1 



<210> 45 
<211> 4 
<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence : hybrid of mSlol 
and mSlo3 sequences at C-terminal end of chimera 
Region B fragment 
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<400> 45 
Giy Ala Ala Phe 
1 



<210> 46 
<21I> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlo3 Region C peptide 

<400> 46 

Ser Thr Ser Phe 




starting at amino acid 899 



<210> 47 
<211> 4 
<212> PRT 

<213> Mus muscuius 
<220> 

<221> PEPTIDE 
<222> (1) . - (4) 

<223> mSio3 Region C peptide ending at amino 

<400> 47 
Ser Glu Met Glu 
1 



<210> 48 
<211> 4 
<212> PRT 

<213> Mus muscuius 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlol Region C peptide starting at amino acid 

<400> 48 
Thr Gin Pro Phe 
1 



<210> 49 
<211> 4 
<212> PRT 

<213> Mus muscuius 
<220> 

<221> PEPTIDE 
<222> ( 1) . . ( 4 ) 

<223> mSlol Region C peptide ending at amino acid 963 
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# 



<400> 49 

Pro GIu Leu Giu 



<210> 50 
<211> 4 
<2I2> PRT 

<2I3> Mas musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlo3 Region D peptide 

<400> 50 
GIu Met Giu His 
1 



<210> 51 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 

<223> mSlo3 Region D peptide 

<400> 51 
His Leu Leu Pro 
1 



<210> 52 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . . (4) 
<223> mSlol Region D peptide 

<400> 52 
GIu Leu GIu Ala 
1 



<210> 53 
<211> 4 
<212> PRT 

<213> Mus musculus 
<220> 

<221> PEPTIDE 
<222> (1) . - (4) 
<223> mSlol Region D peptide 




starting at amino acid 939 



ending at amino acid 1034 



starting at amino acid 951 



ending at amino acid 104 8 
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<400> 53 
Glu Leu Val Pro 
1 




